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* The standard IUPAC one-letter codes for the amino acids are used.

» The symbol 'X' is used for a position where any amino acid is accepted.

« Ambiguities are indicated by listing the acceptable amino acids for a given
position, between square parentheses ]

— [ALT] stands for Ala or Leu or Thr.

*+ Ambiguities are also indicated by listing between a pair of curly brackets {}

the amino acids that are not accepted at a given position.
— {AM} stands for any amino acid except Ala and Met.

« Each element in a pattern is separated from its neighbor by a '-'.

* Repetition of an element of the pattern can be indicated by following that
element with a numerical value or a numerical range between parenthesis.

— X(3) corresponds to x-x-X, X(2,4) corresponds to X-X Or X-X-X OF X-X-X-X.

* When a pattern is restricted to either the N- or C-terminal of a sequence, that
pattern either starts with a '<' symbol or respectively ends with a '>' symbol. In
some rare cases (e.g. PS00267 or PS00539), '>' can also occur inside square
brackets for the C-terminal element. 'F-[GSTV]-P-R-L-[G>]' means that either
'F-[GSTV]-P-R-L-G' or 'F-[GSTV]-P-R-L>' are considered.

* A period ends the pattern.
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O geisolin G+-Ge/actin complex (Qnclolagus cuniculus] Ondolsqusc.. 776 776 99% 00 10000% 375 IHIV A

(=] RPEL o 14 RPEL Onolsgusc.. 776 776 99% 00 10000% 376 4B1U 8

(=] Ondolsqusc.. 775 775 99% 00 9973% 376 481W 8

(m} dus] Oncolagusc.. 775 775 99% 00 100.00% 371 3M6G 4
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O Structure of bare actin flament (Oryclolaqus cuniculus] Ondolsqusc.. 774 774 99% 00 10000% 373 SENO A
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0 chain A Actin.aloha cardiac musdle 11Sus scrofa) Susscofa 770 770 99% 00  9892% 377 LMTA
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(] Escherichiacoll 428 428 66% 6e04 1561% 326 44814 o
[m] Wy@aﬁ”%amﬁ%mﬁﬁﬁtﬁ 9130% 23 GCTE ° |
| L) patt tom plasmia R1 4PO torm [Escherchia col Escherichiacoli 420 420 66% 0001 1528% 320 1MWK A Q|
|0 actin-ike Part protein bound to AMPPNP [Escherchia coll) Eschenchiacoll 420 420 66% 0001 1528% 318 SAEY A e|
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(=] Acanhamoed.. 492 492 99% 8e-175 9245% 375 AEFH A °

|0 chainA Actin_aloha cardiac musce 1(Sus scrofal Sussoola 487 487 99% T7e-173 9892% 377 LT A °

| . Oncok W7 7 e seq7a 10000% 7T A4 °

(=] RPEL Ondlolausc.. 487 487 99% 9e-173 100.00% 376 481U 8 °
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. 3j8j-F 40.0 3.7 365 371 99 POB = ACTIN, ALPHA SKELETAL WUSCLE;
Time Accelerated BLAST Gonsarved Domain Query: 1atnA DVIES ST 08 M B Wl bk weas
6f3a-D 40.0 2.9 361 370 53 POB JLE: ARP1 ACTIN RELATED PROTEIN 1 HOM
l Database MOLECULE: ACTIN; 3j8j-8 40.0 3.7 385 371 99 POB. ACTIN, ALPHA SKELETAL MUSCLE:
a1
a1
a7
a7
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a I Muttiple ot s 9 ARPS-BLAST latn-h 629 0.0 312 372 100 BB AcTin; 38K 39.9 3.7 365 301 99 P08 MOLECULE: ACTIN, ALPHA SKELETAL WUSCLE:
o [~ ) — 11 245 62.0 3712 372 100 PO TROPONIN C, SKELETAL NUSCLE; 6f38-A39.9 3.0 363 369 53 POB MOLECULE: ARPI ACTIN RELATED PROTEIN | HOW
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[ | N ole-T 020 0.1 3 32 100 o SKELETAL WSCLE WOSIN 11 SO1304 34 %7 5 G P00 WLEGLE: ACTI, ALPW SIELETAL WSCLE:
I AL TPSSM%E lols6 620 0.1 372 372 100 OB SELETAL NUSCLE WYOSIN 1 G306 9.3 2.9 363_ 300 52 P08 NOLECULES ARPI AGTIN RELATED PROTEIN | Hok

Tole-1 62.0 312 312 100 P08

2
g
4
8

T T 717 Compute PSSM = Tole2 2.0 0.1 312 312 100 PO8 SKELETAL USCLE WYGSIN | £ WOLECULE : ACTIN-RELATED PROTEIN 2, AR
I I | P ISR, Told-3 62.0 312 3712 100 P08 JLE: SKELETAL WUSCLE MYOSIN 11 508 22 PR WOLECULE: ACTIN-RELATED PROTEIN 4;
20486 62.0 0.1 312 372 100 POE TROPONIN ©, SKELETAL WUSCLE; 11151 508 22 POB MOLECULE: ACTIN-RELATED PROTEIN 4;

— Domainz —T EvhL-EFI D
L] HT. KA D
e — PSSMZa7IZE

. PSSM
SHAFTT BEDTFD

TROPONIN C, SKELETAL WuscLe; CJ1152:

SKELETAL WUSCLE WyostN 115 OI1153:

SKELETAL WUSCLE Wyostn 115 D115

= TROPONIN C, SKELETAL WUSCLE; CJ1155: 2 2.

SKELETAL WUSCLE WYCSIN 11; _CJ1156: Zowl-A 249 2.9 298
=]}

a1 u
SELETAL NUSCLE WYGSIN 115 ST 2own-h g7 3.0 209 T
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0
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1

1

1 A3l P
1 31 a1 100 P0G LE: ACTIN-LIKE PROTEIN

1 #08 333 14 P0B WOLECULE: ROD SHAPE-C nzrsnumua mmu ]
1 + ACTIN-LIKE PROTEIN ARPS;

1 MOLECULE : HEAT SHOCK COGIATE 71 KOA PROTE,
1 HEAT SHOCK OGHATE 71 KDA PROTE
1 CELL DIVISION PROTEIN FISH;

| A

1

1

1

1

1

1
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3 312 100 P08
31 312 100 P08
312 3712 100 POB
312 312 100 P08
312 3712 100 OB

g
R

—— T s a2 10 p0e SKELETAL WUSCLE WYOSIN 11 n 25 1  PARY;
[T — Domain3 1] o a0 e TROPONIN C, SKELETAL WUSCLE; et e m 9 P08 WOLECULE: GLUCOKINASE 1, PUTATIVE:
Sequence Database 312 3712 100 POB. E: SKELETAL NUSCLE WYOSIN 11; 1161 3c06-C 10.2 4.7 200 317 15 POB NOLECULE: CONSERVED ARCHAEAL PROTEIN 06
- ‘ ‘ ‘ ‘ 3712 372 100 POB TROPONIN C, SKELETAL MUSCLE 3cOb-A 10.2 4.4 203 316 16 POB WOLECULE: CONSERVED ARCHAEAL PROTEIN 06M1
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- search <= "\ 3% 312 100 P08 NOLEGULE: SKELETAL WUSCLE WYGSIN [1:  CJ11B4: 3c0b-D 10.1 4.9 204 313 14 PDE NOLECULE: CONSERVED ARCHAEAL PROTEIN o6l
H 312 372 100 PDB NOLECULE: SKELETAL NUSCLE WYOSIN 11;  CJ1165: Scet- 4.4 209 330 14 P08 NOLECULE: CONSERVED ARCHAEAL PROTEIN;

Boratyn G. M., et al. Biol Direct. 201 312372 100 PDB NOLECULE: SKELETAL WUSCLE WYOSIN 11;  CJ1166: 3cet-A 9.8 4.0 186 300 16 PDB MOLECULE: CONSERVED ARCHAEAL PROTEIN;
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5% DALI 2% PSI-BLASTD#E R D 1

DALI: 9// \gﬁw*ﬁ tt%ﬁao)%:—/fb CJ:U 9/\_x 1jce AF¥zA> (Mreb Frgm‘Therrnotgga Maritima)
— http://ekhidna. biocenter.helsinki.fi/dali/ PSIBLASTOZEIE DRUEL T2

Chain A, Mreb From Thermotoga Maritima [Thermotoga maritima]

quence ID: 1JCE Alength: 344 Number of Matches: 1
Rangs 1: 20 to 332
sco Exp: Method Identities  Positives Gaps
6.5 bits(108) 40-05 Composition-based stats. 49,332(150) 1117333 (33%) 36/332(10%)
Query 33  PSIVGRERH TLTLKYPIEHCIITNUODMERIMHHIFY 92

BS++ G4+ 1

PROTEIN STRUCTURE COMPARISON SERVER Sbjet 29 rSV:AIDaTTCEILKvu”’LE“(NYI KTPATIKAIRrx?‘G‘/IAD{‘[VﬂLJXLF‘{F N 85

Query 93  NELRVAI :wmwwmfw KMTQI v; 18

o R+ E
About | PDBsearch = PDB25 | Pairwise | Allagainstall | Gallery = References  Statistics = Tutorial = Download Sbjet 86 XNLFKPR"VIG /PIGITDVERRATLDAGLEA-GA ‘IEEPXP“‘AIGQNU\”E Laa
149 --TTGIVLD: "THN“‘IJECYALPHAIMRLDLACFDLT“[.MKILTER"‘[SF"TTN: 206
b GeT 16 .

The Dl erver s network sevic or comparing protein srucures i 30. You 145 VDI GEGTTEVAVISLESV--TUES LR AGDRXDEATUGYRE--~TYRVALS 199
submit the coordinates of a query protein structure and Dali compares them against

those in the Protein Data Bank (PDB). mfavuurablecases,comparmgansnunms . . 7 v \, ATAASSSSLEKSY] v 6

don e b fO0k In vy |0 i PDB search Query 207 RETVRDIKEKLCIVALDEENEHATAAS 095LEKS BLEOGOVIT 266

248

You can perform four types of structure comparisons:

Sevence. — EEEEPDBL KIS L THRE Shict 200 ERTATRVKIEIGNVRPSKEND-ELETTVIGIOLS
THEY—ER

Query 267 FIGHESAGIHETTYNSIMKCDIDIRKDLYAN-MWHSCGTTHYPGIADRIQKETALARST | 325

e e et * All against all D5

N- o -
BB S oo oo o vy srcturs st those - ﬁPDB*ﬁyagif %ﬁbtﬁ%i
Pt SRR

structure comparison - returns a structural similarity
* Gendrogram for a set of structures spefied by the user « Pairwise

Cration R7IA X THEEZ LR

B+
sbjct 249  ALRSVVVALVI SVRTTLERTPFELVSDL (ERGIFLTO sLLRcLDTLmKETc—

Query 326 MKIKIIAP soou 356

v
Shict 303 --ISVIRSEEPLTAV

1. Holm L (2020) DALI and the persistence of protein shape. Protein Science 29,
128-140.

=5 51 £F—7 55

5% DALIDRZEFER DA (1) = DALID#ER DA (1)

1jce AF x4~ (Mreb From Thermotoga Maritima)
DALI 984D Evk
EeFI—BUE: 14% RMSD: 3.7A 333F&EFI07HRETT AU AVE

DSSP  11111LLEEEEELLLEEEEEELLLILLLEEEELLEEEELLleeell11LL
Query dedetTALVCDNGSGLVKAGFAGDAAPRAVE:
|

ELHHAH
IVGRPRHqgumvgmgQKDS-YVGDEAD 59
[
~TGEIIKVGLERK 46

|
LGTANTLVFLRGK-GIVVNEPSVIAIDST-
LEEEEEELLLEEEEEELLL-EEEEEEELLEEEELL

PROTEIN STRUCTURE COMPARISON SERVER

About | PDBsearch | PDB25 | Pairwise | Allagainstall | Gallery | References | Statistics | Tutorial | Download

BELBOH T, UI-BEERR

RHEEEELLEELL
ey e T T
RN
WXIgktpATIKAIRFXRDGYIADYTVALVXLRYEIN-KAKGGxn1FKFRVVIGVPIGITD 105
LLL1111LLEEEELLEELLEEL L111 LLE

PDB search

Compare query structure against Protein Data Bank.

‘STEP 1 - Enter your query protein structure

Structres may be speched b concatanatngthe PDS Kentier (4 chorclrs)and o - estey(1 siprcjacox vy youmay plot 1% 5

LLEE LLL EEEELLLLEEEEEEELL
ANREKMTQIMFeTFNVPAMYVATQAVLSLYASG: SGDGVTHNVPIYEG 168
| [N [

o SPLTEEPKARATCANT 1GGGTTEVAVISLG 164
woad e > . d LLL11111LEEEEEELLLLEEEEEEELL
(seq3.txt)

STEP 2 - Optional data
bsse  EELnT LLLLL LL11 LR,

You mayleave an e-mail address for notfication when the fob has finished. The fob tite i used as subject heading In the e-mall Giery Shiphar et et N
ide I I I

actinA p A :b'/:t 51V RIAGDEXDEAIVQYVRETYRVA---iGERTAERVKIEIGNVF--PSKE-- 215

STEP 3 - Submit your job HA— )I/7|‘\/X’E]\j]
DSSP  hhhhl11LLEEEELL--—---1LLEEEEL-L hhbh11111LRHHRREHRE

Gl Tsubmitiz 9 v% Gery CosaaseLEKSYELE-———-aCQVITIC NERTRCESTLGp A gnessIHETTINS 201

|
1 the same structure has been submitted recently, you wil be redirected to the result page of the previous instance. ndELETTVSGidLst gl PRKLTLKGGEVREALRSVVY-=---=---AIVESVRTT 261
hELEEEEEEeell1l
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2% DALIDO#ER DA (2) Pfam®#&% (3)

DSSP  HLLLLLLLHHEHH- 11111111LLEE
Query IMKCDIDIRKDL: TMYPGIADRMQKEITalapstmk IKI IAPPERKYSVW 340
ident | | 1 | 11 [ ! EMBL-EBI
Sbjct LEKTPPELVSDIIeRGIFLTGGESLLRGLDTLLOKETG-— ISVIRSEEPLTAVA 313

HLL HHHLLLL - LLEEELLLLLLHHE

Sequence search results
DSSP  HHHHHHHHLLL-LHHHLEEHRhhhRh11Rhhhl ‘Show the detaled descipion of ths results page.
Query IGGSILASLST-FQOMWITKgeydeagpsivhr 372 i

—— i ) -

&
I3
5

Sbjct KGAGXVLDKVNiLKKLOGAG---
DSSP  HHHHHHHHLHHhHLLLLEEL---

333 ‘Show the search options and sequence that you submitted.

et ﬁméhthM/ 7y D%

‘ - AL DAV H RER
RFAL2 - D73 —DAFE - = SO TYBRIIDT M1
BEYTHE. TNLDOHHA AR TEND
RTINS

TF—7 57 F—7 61

Pfam Pfam®D & (4)

» Protein families database of alignments and HMMs EMBL-EBI vome | seanen | smower | rre | nete | eour
o AURTBEORADETFI— TNOEHFE DT HEI/ NIV ERT J7IY—DIEER
[B<ILaTETIL(HMM) =&k Family: SH3_1 (PF00018) E
o FAMUDIABELRR (ZDFAMUEL DRIV BEDIEE) —
© AFIL&BT/F—Lav o
«  https://pfam.xfam.org/ P T e L

169n seecres

Summary: SH3 domain

] e ey
: PR
EMBL-EBI R — Plam T SH3 domain |IBEDPfam® o
== Ry "

Plam 34.0 (March 2021, 19179 entries) e
alkgnments a0 idden Markow models (IHS). Mot -
— .-

QUICKLINKS.  YOU CAN FIND DATA N PFAM IN VARIOUS WAYS.

oo e v A @ o Ev e Q 2 a

VIEW A PEAM EMTRY  view fam snatation snd akgrmants SH3 domain

VIEWACLAN  See grups

4 o

HiEDH

T SRC ey 3 Domin (oS3 dami) .5t v s €0

. T o e s f ot
15150 s e o o sl e i e et e
o e, e ks ey . The 1 ek trc e s o
= 14
e g I i 0, o S o v et o o
ol g e
Recent Pfam blog posts e s IO et et i o o i1 iy

e R, :M 9*‘&‘@,: AT

Plam 34.0is roleased® oses 24 wareh 521 Peptide binding

Fproves upon the [

Pfam®D1& % (1) PfamM 1% % (5)

WONE || SeARER | AROWSE | '¥P | Wik | Asout Pfam EMBL-EBI
I .

Wome | seancn | snowse | rre | eis | Amour Pfam

e @
Pfam 34.0 (March 2021, 19179 entries)
e pfam database is  large colection of protain famikes, each represented by multiple sequence Family: Pkinase_Tyr (PF07714 = il & =
ionments a0 Wddan ok modes (e o ez Family:pldnace Tvii( ) i b mdi ehos =2 ||

[Summary: Protein tyrosine kinase

QUICKLINKS  YOU CAN FIND DATA I PFAM I VARIOUS WAYS... cin
SEQUENCE SEARCH  Ansizs yourproten sequence fo Pam matches ignments
Vw1 W togo
Trees
VIEWACLAN  Seo roups of rlted etries
w:vwe Curation & model
Lookat .
Spacies
i the domains on P08 structure s i e ot Ot
Quacy Ptam by keywords structurs
e i g b Wikiada it Tt & e s sy [
o the poge. Jump to... ¥ o c[Av @ dow mv e Q ? A
clan, UniProt sequence, POB structure, etc. ‘WIKIPEDIA
= : : == Vicizeod

O view the halp p: o infe N B—— Tyrosine kinase
=Y/EWA'SEQUENCE: UniProtdIDE =I% =

P — NCBIDGI numberk A 713 5 EAT .

s o s MUEWA STRUC TURE PDBMDIDEAHT I B

The hosphote o s aachd 0 e i < i onthe rten. Ty s

We are deighted to announce the frst it of a colabol [
e a5y o et e T By oot =
shed anew deep that was et
improves upon the (. — Aoy s e o i
Plam2a.0sreleased poses 26 o 2020 et ok ey s o of s Tt e
fam 34 contain  tatal of 19,17 oo nd 45 ca. S et e, we have k935 ———— s, et o o e Teaers,
new famies, kiled 1 13 new clans, creased by ool
Ti% dnce iom 331, and nan contan 47 il snqnces, Of the sequances it are 1 reference ety s o
proteomes, 74.5% have [..] = -
Eolding the protein Universe (osed 3 Harch 2021 = Reacti

Today signifes the realzation of a long-held dream to have the structure of every (wel nearly every)

famly in Pfam. models of 6370 praten o o s e -
famies created b van Ancharka Fom D Baker' rup atthe Unversy ofWashegi o | Pt oo errmes rod s, chorcerad wh respct
attl. The models are made using thei [..]

- ey

PfamMD1& % (2) PfamM 1% (6)

Pfam 34.0 (March 2021, 19179 entries)

ClanATPKinase | (proteln kinase domain)

Family: Pkinase_Tyr (PF07714)

, each represented by
alignments and hidden Markov models (HMMS). More...

rSEQU EN C E SEARC HJ éig#{ /ANALYZE YOUR PROTEIN SEQUENCE FOR PFAM MATCHES

l SEQUENCE SEARCH Jpaste yourproten saquence hare o find matchgp.aia enrs.

e cian cotanth fotoning 38 members

secy s Adsmg auy  Mgaiowe s a6 oot inase ot
o s o o i Trees DuElezs DiFs: e Echinae Bz Euomamokn  EA s oase
VIEWACLAN  futichuce s s € : gk Lisc Ko Knsseite Einse-potoal i)
T — cy Pk e plosk Binase Binase fiogal Pinase-Tyr
VIEW A SEQUENCE T e Rio Seadora 27 e aat npnoe rxg i3

BINEANT H=HD P

e <
NS

FO & —+tTseql.ixt] TPKinase |IZJ& 9 %38{E D A2 /\—
oo i i DTS/BEFIEANLT e Cam e o
TGofikB %489

W are dalihtd to announce the first fruits of a collsboration batween the Pfam team and 3 G
Resaarch team led by Dr Lucy Cobwel, with MaxwellBleschi 3nd David Belanger. In 2019, Colwelfs team
publshed  preprint describing a new deep leaming method that was trained on Pfam data, and which
improves upon the

pociacok

Plam 34,0 s released® posted 2 Harch 2021)
Pfam 34.0 contains 3 total of 19,179 families and 645 clans. Since the lat release, we have buit 935
new famites, iled 15 11 new clans.

21% since Pfam 33.1, and now contains 47 millon sequences. Of the sequences that are in reference
proteomes, 74.5% have [..)

Folding the Protein Universe® (pesed 3 Harch 2021)

Today sigifies the
famil in Pfam. The Pfam and InterPro databases have made avaiable structural models of 6,370 protein
familes created by Ivan Aishcharka from David Baker's group at the Uriversity of Washington in
Seattle. The models are made using the [..]
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Pfam®D#& % (7) &% PRINTSD#& % (2)

Clanl PKinase ] D 3%BA
EMBL-EBI

HOME | SEARCH | BROWSE | FTP | WELP | ABOUT

= il =
15308 acchitectures 300589 socuonces. &, with a protein sﬁquenu using an ID code from uumx ‘Swiss-Prot or UniProt TIEMBL

by pasting tn as a raw sequen

Clan: PKinase (CL0016)
Donding page companents (1 remaiin).

Domain organisation
Aigments Protein kinase superfamily €D importan informaton cor
Relationships.
Species
e Literature references “The E-value threshold determines the level of signifcance ofresuls in he 1st table
Structures.
.tk K Qe 1 e By 1933003863 oy e ot
S I ssaizss
Jump to... ¥ E-value threshold:
==
A Sl e o geaomy
i . e
o e g daoa 2 ,m el o s Prints42.0  Prints40.0  Blocisplusi1
Kt 2ol i B Hibime  fesc e Binase Binae-figal &
e T Eocsresn _or Seitora V77 Gis? it e e hntsar 1 ®Blocks11

s partof the ELDR

PfamMD 1% (8)

[Eec o

Sequence search results
‘Show the detaled descipion of ths resls page.

Linsinifcant)

‘Show the search options and sequence that you submitted.

Significant Pfam-A Matches
Show or ide ol algnments.

m
Famity Descrption type ol & St | End | From | To | lendth

Insignificant Pfam-A Matches.

Show or bida ol algnments.
[r—

SH31  SH3 domain Doman QL0010 M5 162 48 155 29 40 48 03 850

. Pfamis part of the ELIXIR
el infrastructure

B z Predicted Show/hide
score active sites alignment

RAS> DAY REFI] (HMM)
EVTVEFI (SEQ) DT SA AV
NERREIND H

602 1.0e-16 a

5% PRINTS

. 7)b‘)‘7}b7544>‘/|~b\5m%1§r$hf tBiE (EF—7) E

. E%k‘-‘SWISS PROTH LUTIEMBLO BRI (5t LIFRE M T, ThEI | FingerprintNome ] Mot Number ] idsooxe J prscore | _pval_|
i?’%ﬁf'ﬁeﬁ‘) LTHONIHD

c EFDJOHM. 7/T—YavIEAFITED

+  EF—7:BLOCKSELRIL, FryI L CRFSNIZ B (lH O F;

. 1’30)9/“’7?77’:')—&%5@0)%-7-—7(74/71-7')/%) i

[5.726-04_[VTTFVALYDYESRTETDLSF

Multiple motif method

[ 1
T T
I T
[ I
/o \ | | [, T
o
ot
Tow o
Tt
l—'u

Tors
Sors et Jrravomaarsa =

T4 H =TIV EERT HEF—I7EX T BEHDER

Jooris3

fingerprint (PRINTS)

5% PRINTSO#&% (1) % NCBI CDD

+ Conserved Domain Database
o BAURVBEREDEODRAVT—ER—Z
+ FACUIEIRIE, Pfam, SMART, COGHEENLEIFL . 7S/ BAERSIICx T %
p’lm BLASTRR DR LA bt TRAL EBeF Y TEfER

+ CD-Search: VTUERIZxT DR AU 1RFR

+ CDART: F%'f/’fﬁﬁt(—&;rcﬂqnomﬁ"))l EIKEIDOREQAS—RER
htty /cdd

PRINTS is a compendium of protein fingerprints. A fingerprint is a group of conserved motifs used to characterise  protein family; its diagnostic power is refined by iterative
scanning of @ SWISS-PROT/THEMBL composite. Usually the motifs do not overiap, but are separated along a sequence, though they may be contiguous in 3D-space. Fingerprints can
encode protein foids and more flexibly and powerfully than can single motifs, potency from the mutual by motif neighbours.
References

Direct PRINTS access:

§§

* By accession number
e i s

* By PRINTS code

* By database code

* Bytext et 0 i =

* By seauence e 2 2 0

* Bytitle —rer-o—ii—ere—:

By number of motifs

* By author

* By query language Using DD DD Tools Other Resources.
PRINTS search: Quick Stan Guide Qv of CDD Resources Stnctus Gioup Homs Page

N - HonTo Guides (=) Entrez Struture (Moleculr Modeing Database)
h PRINTS with 2 query sequencepte—————— ¢ — 1)U RDIRREE
7 b e i I ORREER pe s e
lable: uk 2 CDART (domain achiectures) Protsin
(ootein abeing engine)
PRINTS BLAST search Ha SPARAE
Bubicatons BusT

 Run a BLAST search of sequences in PRINTS
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e ST

?" =22 R RS
(ctiseqsia_GSNK_534856672be27801027120 3l
Localquery sequence

--_-—,,————.
e e e
1 sH2_Sre_sre ca10365 147-247 130072
M e P
Cr—
- g
1 Marchier-Bauer A et ol o o
" g
"

el | Disclimer | Wit t the il Dask

ok

73

5% CD-SearchM#EE (2)

o Conserved Protein Domain Family
> NCBI PTKc_src
2 e o

d05071 Sequencs

= Citaton: PID 16168435

Download Cnb for Viewing 30 Struct

cd05071 Sequence Cluster

74

BN E DEF AL DHERE T A

HTES

ZEIF=AS=A =
— NCBInr108 —

T TrEMBL, 108
—— SwissProt 105 —

RIVFTNT IS4 AL 1

J\.

PR TRagF=aal-2
FAVBR |~ pram 1.9% 104
= CDD 1.6x10¢

EF T8

PROSITETFEF—THR A%
AhETHRRTS

oA M oREREZE T RIT 5
Jx)—EeF
=

MGDVEKGKKI F IMKCSQCHTVEKGGKHKTGPNLHGLFGRKTGOAPGYSY
=3 S
BESI T —2~N—X

TAANKNKGI IWGEDTLMEYLENPKKY I PGTKMI FVGIKKKEERADLTAY
LKKATNE

5~108
10°~10 BLAST#%
BLSIEM R R
TILFTIL
FSAUAUR TA774IL(PSSM) 5D /88— S HERE
3 RBATLATET L (HMM) EHETD
AL S : 1=

BI1/5—2 D
F—ER—2

10°~10¢ =2y FY
HATEIFE
BT
EF T FAD D7 —
=57 76
EYERF| RS 3 E

BN BEDHEEFRDL NI

PSP SV SE L HICERBIRICH D5 VBN L —T  ELRERBERE
VSRETRARICEREEZ LIFTHEEDLOD,

SEUDHREE L DRV INIBEDTFI)—DT IV—T, I73)—% &
(ctan) YRELHAH TIEHDIANDN. T LEBEFEEL,
-ﬁmmﬁﬁaﬁmwﬂm EIEEAE NS IEDY
—7

T7I—ERCRIER IR, HAEICKY . SOICHIMK LIS
=T, 773 —HDEBOREERBILTHRLADICALSN S,

B ROBEADEERH 2 SFHEEM IR LB IS 5
DIV RYEITRYELE NS, BIIOELUEN RSN S,

-ﬁ&mumayur;tﬁl CRBNBELESI DA S—

BEICREShIZEVERSIDOEHS .

> Fv— BE T M DTS/ BRI S HBICHENHEH S8—2 DR,
(signature)

77

InterPro

s BUNTBEDBEEEBINT 20O DRERITY A+

s BUNVBEDTFI)— KA EE&"‘M.LETTEEEM#&(5|gnature)’£~
BHOT—AR—RIHLTEEDTRET S
« https://www.ebi.ac.uk/interpro/
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Attendance check and assignments submission
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HEDHERLEEDRE

o HEIX, ITC-LMSHABIToTTELY,
= DB LINRT—RIE, 2 EBHBRIZzZoomDF
YyrTHIEALET .
c FEORHBIE ITC-LMSHSIT>TTELY,
—ITC-LMSH i H CELLMEEIF U T D A—)L
TRLURIZESTTELY,
* shimizu@bi.a.u-tokyo.ac.jp
« REIL20:301T TLFET . AREIX. TDEE
FTRELTTSLY,
ﬁﬁl_A*;i:'!ia,ﬁ.(;zsemgivulk:@iﬁ%ﬁd T
TENS
4A23AFT(24HOBFET) [TIRHLTTELY,
Submit the assignments until April 23.
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Assignments (1/2)

1. The purine repressor protein, PurR, is a member of the lac
repressor family of Escherichia coli DNA-binding proteins
(UniProtKB ID: POACP7 (PURR_ECOLI)). Answer the
following questions.

(1) Describe the name, the pattern (regular expression),
and the position (in residue number) of the motif which
is related to DNA binding contained in PurR. You can
use PROSITE.

(2) This protein is known to have sequences similar to
those of E. coli periplasmic D-galactose binding
proteins (DBPs). Perform a PSI-BLAST search against
Swiss-Prot database in the NCBI BLAST site and
describe the UniProtKB ID of the DBP. Also describe
the aligned region of the two proteins and the
sequence identity of the region.

(3) Answer whether the above motif (1) is aligned to the

DBP of (2) or not when using PSI-BLAST.

Swiss-Prot sequences are identified by the UniProtkB IDs.
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Assignments (2 /2)

2. For the human protein sequence in “segx.txt”,
answer the following questions.

(1) Is this protein predicted to contain a signal
peptide? If so, describe its position (in residue
number). Use an appropriate prediction tool.

(2) Is this protein predicted to contain
transmembrane regions? If so, describe their
position (in residue number). Use an appropriate
prediction tool.

(3) Compare the annotation described in the
sequence database (e.g. UniProtkB) with the
prediction results of (1) and (2).
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+ Attendance is taken via ITC-LMS.
— You can find one-time password in the zoom chat.
» Submit the assignments to the ITC-LMS site.
— If you cannot use ITC-LMS, you can submit the
assignments to the following address via e-mail.
* shimizu@bi.a.u-tokyo.ac.jp
* The class ends at 20:30. You should submit
the assignments before the end of the class.

— If you cannot meet the deadline, please contact us
via the zoom chat.
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